**Specifications Table**TableSubject areaBiologyMore specific subject areaMicrobiologyType of dataTablesHow data was acquiredmass spectroscopy and analysisData formatanalyzedExperimental factorsTrypic digestion, HPLC fractionation, enrichment by antibodies, LC-MS/MSExperimental featuresProteins from *Bacillus amyloliquefaciens* FZB42 were digested and enriched for the peptides with malonylation sites which were finally identified by mass spectrometry.Data source locationNanjing, ChinaData accessibilitywith this article

**Value of the data**1.*Bacillus amyloliquefaciens* subsp. *plantrum* is closely related with the model organism *Bacillus subtilis* and thus the data can be used to study malonylation of *B. subtilis*.2.Our data provide a list of malonylated proteins, which are known to be involved in polyketide synthesis and plant-microbe interaction; researchers can use the data to study the roles of malonylation in polyketide synthesis and plant--microbe interaction.3.The data allow crosstalk analysis of protein malonylation and other types of post-translational modification (PTM) in bacteria.4.The data can be used for general analysis of protein features, functions, and regulations in *Bacillus* species.

1. Data {#s0005}
=======

*Bacillus amyloliquefaciens* subsp. *plantrum* FZB42 is a representative of rhizobacteria with potent plant growth promoting and biocontrol activities [@bib2], [@bib3]. The global identification of post-translational malonylation on the proteins of *B. amyloliquefaciens* FZB42 has been performed [@bib1]. The dataset of this article contains six tables (Tables 1--6) presenting the raw information and extended analysis of the malonylome of FZB42.

2. Experimental design, materials and methods {#s0010}
=============================================

Proteins were extracted from the culture of *Bacillus amyloliquefaciens* FZB42 and digested by trypsin. The digested proteins were fractionated by HPLC before the peptides containing malonylation were enriched by anti-malonyllysine antibody beads. The enriched peptides were analyzed by LC-MS/MS for malonylation identification. Please see the publication "Malonylome analysis of rhizobacterium *Bacillus amyloliquefaciens* FZB42 reveals involvement of lysine malonylation in polyketide synthesis and plant-bacteria interactions"([doi:10.1016/j.jprot.2016.11.022](http://dx.doi.org/10.1016/j.jprot.2016.11.022){#ir0010}) [@bib1] for the details of [Experimental Design, Materials and Methods](#s0010){ref-type="sec"}.
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